Sparus aurata fatty acid binding protein (FABP) sequence analysis
An analysis of amino acid sequences was performed using the NCBI's BLAST (http://www.ncbi.nlm.nih.gov/BLAST/) for characterizing the Sparus auratus FABP (Accession no. HQ228170) 1 . The deduced amino acid sequence consists of 132 amino acids and shows the highest similarity to the sequence of FABP subtype 7. To establish the degree of identity of FABP7 among fish species, the sequence of SaFABP7 was aligned with other FABP7 fish sequences using CLUSTAL OMEGA, multiple sequence alignment program (http://www.ebi.ac.uk/Tools/msa/clustalo/). FABP7 multiple amino acid sequence alignment is presented in Figure S1 . The extent of identity between FABP7 sequence in seabream and in other fish species ranges from 85.61% to 91.67% (Table S1) .
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crocea TEISSKLGEEFEETTPDDRQVKSTFTMEGDKLVQVQRWDGKETRFVREIKDGKMVMTLTF ** * *:****:*** ***:****.:::**::*:.*:*:**** *********** 10 suggested that FABP7 is an important carrier of FA ligands to nuclear receptors, such as PPARs. Once activated, these nuclear receptors form heterodimers with retinoid X receptors (RXR) which in turn bind to PPRE in FABP7 gene and stimulate the transcription. 10 Again, a recent study highlighted that lycopene inhibits hepatic steatosis via miR-21-induced downregulation of its downstream target gene, FABP7, in mice fed a high-fat diet. 11 Finally, hepatic FABP7 plays important role during the thermoregulation in Sparus aurata. In fact, low water temperature for 21 days increased transcription of FABP7 gene, leading to lipid metabolism dysfunction and potentially to cell death. 9 
